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Figure S1: Comparing of the mean over 250 simulations of the Gillespie algorithm with the
ODE system outcomes. Solid and dotted curves indicate the outcomes of the ODE system
and Gillespie algorithm, respectively. The black, red, green and blue show the number of
released virions, HCV RNAs, structural proteins and NS3 proteins. This figure shows that
the mean over the Gillespie algorithm is same as the ODE model.
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